In the title compound, C 22 H 17 NO 3 S, the sulfonyl-bound phenyl ring is almost orthogonal to the indole ring system, making a dihedral angle of 84.89 (7) . The carbonyl-bound phenyl ring forms a dihedral angle of 57.32 (5) with the indole ring system. The two phenyl rings are inclined at 52.68 (7) . The S atom has a distorted tetrahedral configuration. In the crystal, weak C-HÁ Á ÁO interactions link the molecules, forming a helical chain along the b-axis direction.
Chemical context
In a continuation of our studies on indole derivatives, which possess various biological activities such as antihepatitis B virus (Chai et al., 2006) and antibacterial (Nieto et al., 2005) etc, we herein report the synthesis and the crystal structure of the title compound, (I).
Structural commentary
The molecular structure of the title compound is shown in Fig. 1 . The sulfonyl-bound phenyl ring (C1-C6) is almost orthogonal to the indole ring system (N1/C7-C14), making a dihedral angle of 84.89 (7) . The carbonyl-bound phenyl ring (C17-C22) forms a dihedral angle of 57.32 (5) with the indole ring system. The two phenyl rings are inclined at an angle of 52.68 (7)
. Atom S1 has a distorted tetrahedral configuration ISSN 2056-9890 with angles O1-S1-O2 [119.97 (10) ] and N1-S1-C1 [104. 99 (8) ] differing from the ideal tetrahedral value. As a result of the electron-withdrawing character of the phenylsulfonyl group, the bond lengths N1-C7 [1.420 (2) Å ] and N1-C14 [1.419 (2) Å ] are longer than the mean value of 1.355 (14) Å (Allen et al., 1987) . The geometric parameters of (I) agree well with those in similar reported structures (Chakkaravarthi et al., 2008 ).
Supramolecular features
In the crystal, weak C-HÁ Á ÁO interactions link the molecules, forming a helical chain along the b-axis direction (Table 1 and Fig. 2 ). No significant -or C-HÁ Á Á interactions are observed. Table 1 Hydrogen-bond geometry (Å ,  ) . 
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Figure 1
The molecular structure of the title compound, with atom labels and 30% probability displacement ellipsoids for non-H atoms.
Figure 2
The packing diagram of the title compound, viewed down the a axis. Intermolecular hydrogen bonds are shown as dashed lines. H atoms not involved in hydrogen bonding have been omitted. reported earlier, i.e. ethyl 2-acetoxymethyl-1-phenylsulfonyl-1H-indole-3-carboxylate (Gunasekaran et al., 2009 ), 3-iodo-2-methyl-1-phenylsulfonyl-1H-indole (Ramathilagam et al., 2011) and 1-(2-bromomethyl-1-phenylsulfonyl-1H-indol-3-yl)propan-1-one (Umadevi et al., 2013) . In these structures, the sulfonyl-bound phenyl ring is almost orthogonal to the indole ring system, the dihedral angles of 83.35 (5), 82.84 (9) and 89.91 (11) , respectively, being are comparable with that in the title compound.
Synthesis and crystallization
To a solution of benzoyl chloride (1.55 g, 11.07 mmol) in dry DCM (25 ml), SnCl 4 (2.88 g, 10.10 mmol) at 273 K was added dropwise. To this, phenylsulfonyl-1H-indole (2 g, 7.38 mmol) in dry DCM (10 ml) was added dropwise (5 min) and stirred for 30 min at the same temperature. After completion of the reaction (monitored by TLC), it was poured over ice-water (50 ml) and extracted with saturated aqueous NaHCO 3 (2 Â 30 ml) and brine (2 Â 30 ml), dried (Na 2 SO 4 ) and concentrated under reduced pressure. Then, the crude product was crystallized from methanol to afford single crystals of the title compound suitable for X-ray diffraction.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . H atoms for C aromatic and C methyl were positioned geometrically and refined using a riding model, with C-H = 0.93 and 0.97 Å , respectively with U iso (H) = 1.5U eq (C) for methyl H atoms and 1.2U eq (C) for other H atoms. 
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication:
SHELXL97 (Sheldrick, 2008) . Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

